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anglais
Xanthomonas albilineans causes leaf scald, a lethal disease of sugarcane. X.
albilineans exhibits distinctive pathogenic mechanisms, ecology and taxonomy
compared to other species of Xanthomonas. For example, this species produces a
potent DNA gyrase inhibitor called albicidin that is largely responsible for inducing
disease symptoms; its habitat is limited to xylem; and the species exhibits large
variability. A first manuscript on the complete genome sequence of the highly
pathogenic X. albilineans strain GPE PC73 focused exclusively on distinctive
genomic features shared with Xylella fastidiosa—another xylem-limited
Xanthomonadaceae. The present manuscript on the same genome sequence aims to
describe all other pathogenicity-related genomic features of X. albilineans, and to
compare, using suppression subtractive hybridization (SSH), genomic features of
two strains differing in pathogenicity.
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